2553Seq.txt 



SEQUENCE LISTING 

<110> WATANABE, Takuya 
TERAO , Yasuko 
MATSUI, Hideki 



<120> Novel G- Protein Coupled Receptor Protein and DNA Thereof 

<130> 2553US0P 

<150> PCT/JP99/05366 

<151> 1999-9-30 

<150> JP 10-279535 
<151> 1998-10-01 

<160> 6 

<210> 1 
<211> 322 
<212> PRT 
<213> Human 
<400> 1 





Asp 


Ser 


Thr 


He 


Pro 


v ai 


Leu 


ri~\ -ir 


Thr 


Glu 


Leu 


Thr 


Pro 


He 


Asn 








5 










10 










15 






Arg 


C 1 n 


Glu 


Thr 


Pro 


fire 


ryr 


T \7C 


Gin 


Thr 


Leu 


Ser 


Phe 


Thr 


Glv 






20 










25 










30 






Leu 


inr 


L.y b 


He 


Val 


Ser 




V O.J- 


n-LQ 


Leu 


Thr 


Gly Asn 


Ala 


Val 


Val 






35 










40 










45 








Leu 


irp 


Leu 


Leu Gly Cys 




Met 


Arn 




Asn 


Ala 


Val 


Ser 


He 


Tvr 




50 










55 










60 










Tip 


Leu 


Asn 


Leu 


Val 


Ala 


Ala 


Asp 


Phe 


Leu 


Phe 


Leu 


Ser Gly 


His 


He 












70 










75 










80 


lie 


Cys 


Ser 


Pro 


Leu 


Arg 


Leu 


He 


Asn 


He 


Arg 


His 


Pro 


He 


Ser 


Lys 








85 










90 










95 




lie 


Leu 


Ser 


Pro 
100 


Val 


Met 


Thr 


Phe 


Pro 
105 


Tyr 


Phe 


He 


Gly 


Leu 
110 


Ser 


Met 


Leu 


Ser 


Ala 

115 


He 


Ser 


Thr 


Glu 


Arg 
120 


Cys 


Leu 


Ser 


He 


Leu 
125 


Trp 


Pro 


He 


Trp 


Tyr 
130 


His 


Cys 


Arg 


Arg 


Pro 
135 


Arg 


Tyr 


Leu 


Ser 


Ser 
140 


Val 


Met 


Cys 


Val 


Leu 


Leu 


Trp 


Ala 


Leu 


Ser 


Leu 


Leu 


Arg 


Ser 


He 


Leu 


Glu 


Trp 


Met 


Phe 


145 








150 










155 










160 


Cys 


Asp 


Phe 


Leu 


Phe 


Ser 


Gly 


Ala 


Asp 


Ser 


Val 


Trp 


Cys 


Glu 


Thr 


Ser 






165 










170 










175 




Asp 


Phe 


He 


Thr 


He 


Ala 


Trp 


Leu 


Val 


Phe 


Leu 


Cys 


Val 


Val 


Leu 


Cys 






180 










185 










190 






Gly 


Ser 


Ser 


Leu 


Val 


Leu 


Leu 


Val 


Arg 


He 


Leu 


Cys 


Gly 


Ser 


Arg 


Lys 




195 










200 
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Met 


Pro 


Leu 


Thr Arg 


Leu 


Tyr 


Val 


Thr 


He 


Leu 


Leu 


Thr 


Val 


Leu 


Val 




210 










215 








220 










Phe 


Leu 


Leu 


Cys 


Gly Leu 


Pro 


Phe 


Gly 


He 


Gin 


Trp 


Ala 


Leu 


Phe 


Ser 


225 










230 










235 










240 


Arg 


He 


His 


Leu Asp 


Trp 


Lys 


Val 


Leu 


Phe 


Cys 


His 


Val 


His 


Leu 


Val 








245 










250 










255 




Ser 


He 


Phe 


Leu 
260 


Ser 


Ala 


Leu 


Asn 


Ser 
265 


Ser 


Ala 


Asn 


Pro 


He 
270 


He 


Tyr 


Phe 


Phe 


Val 
275 


Gly 


Ser 


Phe 


Arg 


Gin 
280 


Arg 


Gin 


Asn 


Arg 


Gin 
285 


Asn 


Leu 


Lys 


Leu 


Val 
290 


Leu 


Gin 


Arg 


Ala 


Leu 
295 


Gin 


Asp 


Thr 


Pro 


Glu 
300 


Val 
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Glu 


Gly 


Gly 


Gly 


Trp 


Leu 


Pro 


Gin 


Glu 


Thr 


Leu 


Glu 


Leu 


Ser Gly Ser 


Arg 


Leu 


305 






310 










315 










320 



Glu Gin 
322 



<210> 2 
<211> 322 
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<212> PRT 
<213> Human 
<400> 2 



Met 
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He 
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Leu 
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Thr 


Glu 


Leu 


Thr 


Pro 


He 


Asn 
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Gly 


Arg 


Glu 


Glu 


Thr 
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Tyr 
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Gin 
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Phe 
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25 
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He 
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Val 
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40 
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Arg 


Arg 
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He 


Tyr 




50 
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70 
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100 
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He 
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Ser 


He 
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Trn 


Pro 


He 






115 










120 
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Trp 


Tyr 


His 
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Arg 


Arg 
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Tyr 
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Ser 


Val 


Met 


Cys 


Val 




130 










135 










140 










Leu 


Leu 


Trr> 
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Leu 


Ser 


Leu 


Leu Arg 


Ser 


He 


Leu 


Glu 


Trr> 


Met 


Phe 


145 








150 










155 










160 


Cys 


Asp 


Phe 


Leu 


Phe 


Ser 


Gly 


Ala 


Asn 


Ser 


Val 


Trp 


Cys 


Glu 


Thr 


Ser 






165 










170 










175 




Asp 


Phe 


He 


Thr 


He 


Ala 


Trp 


Leu 


Val 


Phe 


Leu 


Cys 


Val 


Val 


Leu 


Cys 






180 










185 










190 






Glv 


Ser 


Ser 


Leu 


Val 


Leu 


Leu 


Val 


Arg 


He 


Leu 


Cys 


Gly 


Ser 


Arg 


Lys 




195 










200 










205 








Met 


Pro 


Leu 


Thr 


Arg 


Leu 


Tyr 


Val 


Thr 


He 


Leu 


Leu 


Thr 


Val 


Leu 


Val 




210 










215 








220 










Phe 


Leu 


Leu 


Cys 


Gly 


Leu 


Pro 


Phe 


Gly 


He 


Gin 


Trp 


Ala 


Leu 


Phe 


Ser 


225 










230 










235 










240 


Arg 


He 


His 


Leu Asp 


Trp 


Lys 


Val 


Leu 


Phe 


Cys 


His 


Val 


His 


Leu 


Val 








245 










250 










255 




Ser 


He 


Phe 


Leu 


Ser 


Ala 


Leu 


Asn 


Ser 


Ser 


Ala 


Asn 


Pro 


He 


He 


Tyr 








260 










265 










270 






Phe 


Phe 


Val 
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Ser 


Phe 


Arg 


Gin 


Arg 


Gin 


Asn 


Arg 


Gin 


Asn 


Leu 


Lys 






275 










280 










285 








Leu 
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Leu 


Gin 


Arg 
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Leu 


Gin 


Asp 


Thr 


Pro 


Glu 


Val 


Asp 


Glu 


Gly 




290 










295 










300 
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Gly 
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Leu 


Glu 


Leu 
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Gly 


Ser 


Arg 
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<210> 3 
<211> 969 
<212> DNA 
<213> Human 
<400> 3 

atggattcaa ccatcccagt 
actccttgct acaagcagac 
gcgctgacag gaaacgcggt 
gtctccatct acatcctcaa 
atatgttcgc cgttacgcct 
gtgatgacct ttccctactt 
tgcctgtcca tcctgtggcc 
gtcatgtgtg tcctgctctg 
tgtgacttcc tgtttagtgg 
atcgcgtggc tggttttttt 
aggattctct gtggatcccg 
acagtgctgg tcttcctcct 
aggatccacc tggattggaa 
tccgctctta acagcagtgc 
cgtcaaaata ggcagaacct 



cttgggtaca gaactgacac caatcaacgg acgtgaggag 60 

cctgagcttc acggggctga cgtgcatcgt ttcccttgtc 120 

tgtgctctgg ctcctgggct gccgcatgcg caggaacgct 180 

cctggtcgcg gccgacttcc tcttccttag cggccacatt 240 

catcaatatc cgccatccca tctccaaaat cctcagtcct 300 

tataggccta agcatgctga gcgccatcag caccgagcgc 360 

catctggtac cactgccgcc gccccagata cctgtcatcg 420 

ggccctgtcc ctgctgcgga gtatcctgga gtggatgttc 480 

tgctgattct gtttggtgtg aaacgtcaga tttcattaca 540 

atgtgtggtt ctctgtgggt ccagcctggt cctgctggtc 600 

gaagatgccg ctgaccaggc tgtacgtgac catcctcctc 660 

ctgtggcctg ccctttggca ttcagtgggc cctgttttcc 720 

agtcttattt tgtcatgtgc atctagtttc cattttcctg 780 

caaccccatc atttacttct tcgtgggctc ctttaggcag 840 

gaagctggtt ctccagaggg ctctgcagga cacgcctgag 900 
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gtggatgaag gtggagggtg gcttcctcag gaaaccctgg agctgtcggg aagcagattg 960 

gagcagtga 969 

<210> 4 
<211> 969 
<212> DNA 
<213> Human 
<400> 4 

atggattcaa ccatcccagt cttgggtaca gaactgacac caatcaacgg acgtgaggag 60 

actccttgct acaagcagac cctgagcttc acggggctga cgtgcatcgt ttcccttgtc 120 

gcgctgacag gaaacgcggt tgtgctctgg ctcctgggct gccgcatgcg caggaacgct 180 

gtctccatct acatcctcaa cctggtcgcg gccgacttcc tcttccttag cggccacatt 240 

atatgttcgc cgttacgcct catcaatatc cgccatccca tctccaaaat cctcagtcct 300 

gtgatgacct ttccctactt tataggccta agcatgctga gcgccatcag caccgagcgc 360 

tgcctgtcca tcctgtggcc catctggtac cactgccgcc gccccagata cctgtcatcg 420 

gtcatgtgtg tcctgctctg ggccctgtcc ctgctgcgga gtatcctgga gtggatgttc 480 

tgtgacttcc tgtttagtgg tgctaattct gtttggtgtg aaacgtcaga tttcattaca 540 

atcgcgtggc tggttttttt atgtgtggtt ctctgtgggt ccagcctggt cctgctggtc 600 

aggattctct gtggatcccg gaagatgccg ctgaccaggc tgtacgtgac catcctcctc 660 

acagtgctgg tcttcctcct ctgtggcctg ccctttggca ttcagtgggc cctgttttcc 720 

aggatccacc tggattggaa agtcttattt tgtcatgtgc atctagtttc cattttcctg 780 

tccgctctta acagcagtgc caaccccatc atttacttct tcgtgggctc ctttaggcag 840 

cgtcaaaata ggcagaacct gaagctggtt ctccagaggg ctctgcagga cacgcctgag 900 

gtggatgaag gtggagggtg gcttcctcag gaaaccctgg agctgtcggg aagcagattg 960 

gagcagtga 969 



<210> 5 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> primer 
<400> 5 

gtcgacatgg attcaaccat cccagtcttg 

<210> 6 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> primer 
<400> 6 

actagttcac tgctccaatc tgcttcccga 



30 



30 
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SEQUENCE LISTING JC1 ° Rec d PC77PTO £ 2 MAR 200f 

<110> Takeda Chemical Industries, Ltd. 
<120> Novel G-Protein Coupled Receptor Protein and its DNA 
<130> A98152 
<150> JP 10-279535 
<151> 1998-10-01 
<160> 6 
<210> 1 
<211> 322 
<212> PRT 
<213> Human 
<400> 1 

Met Asp Ser Thr He Pro 

5 

Gly Arg Glu Glu Thr Pro 
20 

Leu Thr Cys He Val Ser 
35 

Leu Trp Leu Leu Gly Cys 
50 

He Leu Asn Leu Val Ala 
65 70 
He Cys Ser Pro Leu Arg 

85 

He Leu Ser Pro Val Met 
100 

Leu Ser Ala He Ser Thr 
115 



Val Leu Gly Thr Glu Leu Thr Pro He Asn 

10 15 
Cys Tyr Lys Gin Thr Leu Ser Phe Thr Gly 

25 30 
Leu Val Ala Leu Thr Gly Asn Ala Val Val 

40 45 
Arg Met Arg Arg Asn Ala Val Ser He Tyr 

55 60 
Ala Asp Phe Leu Phe Leu Ser Gly His He 
75 80 
Leu lie Asn lie Arg His Pro He Ser Lys 

90 95 
Thr Phe Pro Tyr Phe He Gly Leu Ser Met 

105 HO 
Glu Arg Cys Leu Ser He Leu Trp Pro He 
120 125 
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Trp Tyr His Cys Arg Arg Pro Arg Tyr Leu Ser Ser Val Met Cys Val 

130 135 HO 

Leu Leu Trp Ala Leu Ser Leu Leu Arg Ser He Leu Glu Trp Met Phe 
145 150 155 160 

Cys Asp Phe Leu Phe Ser Gly Ala Asp Ser Val Trp Cys Glu Thr Ser 

165 170 175 

Asp Phe He Thr He Ala Trp Leu Val Phe Leu Cys Val Val Leu Cys 

180 185 190 

Gly Ser Ser Leu Val Leu Leu Val Arg He Leu Cys Gly Ser Arg Lys 

195 200 205 

Met Pro Leu Thr Arg Leu Tyr Val Thr He Leu Leu Thr Val Leu Val 

210 215 220 

Phe Leu Leu Cys Gly Leu Pro Phe Gly lie Gin Trp Ala Leu Phe Ser 
225 230 235 240 

Arg He His Leu Asp Trp Lys Val Leu Phe Cys His Val His Leu Val 

245 250 255 

Ser He Phe Leu Ser Ala Leu Asn Ser Ser Ala Asn Pro He He Tyr 

260 265 270 

Phe Phe Val Gly Ser Phe Arg Gin Arg Gin Asn Arg Gin Asn Leu Lys 

275 280 285 

Leu Val Leu Gin Arg Ala Leu Gin Asp Thr Pro Glu Val Asp Glu Gly 

290 295 300 

Gly Gly Trp Leu Pro Gin Glu Thr Leu Glu Leu Ser Gly Ser Arg Leu 
305 310 315 320 

Glu Gin 
322 
<210> 2 
<211> 322 
<212> PRT 
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<213> Human 
<400> 2 

Met Asp Ser Thr lie Pro Val Leu Gly Thr Glu Leu Thr Pro He Asn 

5 10 15 

Gly Arg Glu Glu Thr Pro Cys Tyr Lys Gin Thr Leu Ser Phe Thr Gly 

20 25 30 

Leu Thr Cys He Val Ser Leu Val Ala Leu Thr Gly Asn Ala Val Val 

35 40 45 

Leu Trp Leu Leu Gly Cys Arg Met Arg Arg Asn Ala Val Ser He Tyr 

50 55 60 

He Leu Asn Leu Val Ala Ala Asp Phe Leu Phe Leu Ser Gly His He 
65 70 75 80 

He Cys Ser Pro Leu Arg Leu He Asn He Arg His Pro He Ser Lys 

85 90 95 

He Leu Ser Pro Val Met Thr Phe Pro Tyr Phe He Gly Leu Ser Met 

100 105 110 

Leu Ser Ala He Ser Thr Glu Arg Cys Leu Ser He Leu Trp Pro He 

115 120 125 

Trp Tyr His Cys Arg Arg Pro Arg Tyr Leu Ser Ser Val Met Cys Val 

130 135 140 

Leu Leu Trp Ala Leu Ser Leu Leu Arg Ser He Leu Glu Trp Met Phe 
145 150 155 160 

Cys Asp Phe Leu Phe Ser Gly Ala Asn Ser Val Trp Cys Glu Thr Ser 

165 170 175 

Asp Phe He Thr He Ala Trp Leu Val Phe Leu Cys Val Val Leu Cys 

180 185 190 

Gly Ser Ser Leu Val Leu Leu Val Arg He Leu Cys Gly Ser Arg Lys 
195 200 205 



# 
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Met Pro Leu Thr Arg Leu Tyr Val Thr He Leu Leu Thr Val Leu Val 

210 215 220 

Phe Leu Leu Cys Gly Leu Pro Phe Gly He Gin Trp Ala Leu Phe Ser 
225 230 235 240 

Arg He His Leu Asp Trp Lys Val Leu Phe Cys His Val His Leu Val 

245 250 255 

Ser He Phe Leu Ser Ala Leu Asn Ser Ser Ala Asn Pro He He Tyr 

260 265 270 

Phe Phe Val Gly Ser Phe Arg Gin Arg Gin Asn Arg Gin Asn Leu Lys 

275 280 285 

Leu Val Leu Gin Arg Ala Leu Gin Asp Thr Pro Glu Val Asp Glu Gly 

290 295 300 

Gly Gly Trp Leu Pro Gin Glu Thr Leu Glu Leu Ser Gly Ser Arg Leu 
305 310 315 320 

Glu Gin 

322 
<210> 3 
<211> 969 
<212> DNA 
<213> Human 
<400> 3 

ATGGATTCAA CCATCCCAGT CTTGGGTACA GAACTGACAC CAATCAACGG ACGTGAGGAG 60 
ACTCCTTGCT ACAAGCAGAC CCTGAGCTTC ACGGGGCTGA CGTGCATCGT TTCCCTTGTC 120 
GCGCTGACAG GAAACGCGGT TGTGCTCTGG CTCCTGGGCT GCCGCATGCG CAGGAACGCT 180 
GTCTCCATCT ACATCCTCAA CCTGGTCGCG GCCGACTTCC TCTTCCTTAG CGGCCACATT 240 
ATATGTTCGC CGTTACGCCT CATCAATATC CGCCATCCCA TCTCCAAAAT CCTCAGTCCT 300 
GTGATGACCT TTCCCTACTT TATAGGCCTA AGCATGCTGA GCGCCATCAG CACCGAGCGC 360 
TGCCTGTCCA TCCTGTGGCC CATCTGGTAC CACTGCCGCC GCCCCAGATA CCTGTCATCG 420 
GTCATGTGTG TCCTGCTCTG GGCCCTGTCC CTGCTGCGGA GTATCCTGGA GTGGATGTTC 480 



5/6 

TGTGACTTCC TGTTTAGTGG TGCTGATTCT GTTTGGTGTG AAACGTCAGA TTTCATTACA 540 

ATCGCGTGGC TGGTTTTTTT ATGTGTGGTT CTCTGTGGGT CCAGCCTGGT CCTGCTGGTC 600 

AGGATTCTCT GTGGATCCCG GAAGATGCCG CTGACCAGGC TGTACGTGAC CATCCTCCTC 660 

ACAGTGCTGG TCTTCCTCCT CTGTGGCCTG CCCTTTGGCA TTCAGTGGGC CCTGTTTTCC 720 

AGGATCCACC TGGATTGGAA AGTCTTATTT TGTCATGTGC ATCTAGTTTC CATTTTCCTG 780 

TCCGCTCTTA ACAGCAGTGC CAACCCCATC ATTTACTTCT TCGTGGGCTC CTTTAGGCAG 840 

CGTCAAAATA GGCAGAACCT GAAGCTGGTT CTCCAGAGGG CTCTGCAGGA CACGCCTGAG 900 

GTGGATGAAG GTGGAGGGTG GCTTCCTCAG GAAACCCTGG AGCTGTCGGG AAGCAGATTG 960 

GAGCAGTGA 969 
<210> 4 
<211> 969 
<212> DNA 
<213> Human 
<400> 4 

ATGGATTCAA CCATCCCAGT CTTGGGTACA GAACTGACAC CAATCAACGG ACGTGAGGAG 60 

ACTCCTTGCT ACAAGCAGAC CCTGAGCTTC ACGGGGCTGA CGTGCATCGT TTCCCTTGTC 120 

GCGCTGACAG GAAACGCGGT TGTGCTCTGG CTCCTGGGCT GCCGCATGCG CAGGAACGCT 180 

GTCTCCATCT ACATCCTCAA CCTGGTCGCG GCCGACTTCC TCTTCCTTAG CGGCCACATT 240 

ATATGTTCGC CGTTACGCCT CATCAATATC CGCCATCCCA TCTCCAAAAT CCTCAGTCCT 300 

GTGATGACCT TTCCCTACTT TATAGGCCTA AGCATGCTGA GCGCCATCAG CACCGAGCGC 360 

TGCCTGTCCA TCCTGTGGCC CATCTGGTAC CACTGCCGCC GCCCCAGATA CCTGTCATCG 420 

GTCATGTGTG TCCTGCTCTG GGCCCTGTCC CTGCTGCGGA GTATCCTGGA GTGGATGTTC 480 

TGTGACTTCC TGTTTAGTGG TGCTAATTCT GTTTGGTGTG AAACGTCAGA TTTCATTACA 540 

ATCGCGTGGC TGGTTTTTTT ATGTGTGGTT CTCTGTGGGT CCAGCCTGGT CCTGCTGGTC 600 

AGGATTCTCT GTGGATCCCG GAAGATGCCG CTGACCAGGC TGTACGTGAC CATCCTCCTC 660 

ACAGTGCTGG TCTTCCTCCT CTGTGGCCTG CCCTTTGGCA TTCAGTGGGC CCTGTTTTCC 720 

AGGATCCACC TGGATTGGAA AGTCTTATTT TGTCATGTGC ATCTAGTTTC CATTTTCCTG 780 

TCCGCTCTTA ACAGCAGTGC CAACCCCATC ATTTACTTCT TCGTGGGCTC CTTTAGGCAG 840 

CGTCAAAATA GGCAGAACCT GAAGCTGGTT CTCCAGAGGG CTCTGCAGGA CACGCCTGAG 900 
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GTGGATGAAG GTGGAGGGTG GCTTCCTCAG GAAACCCTGG AGCTGTCGGG AAGCAGATTG 

GAGCAGTGA 

<210> 5 

<211> 30 

<212> DNA 

<213> Arti f icial Sequence 

<220> 

<223> 

<400> 5 

GTCGACATGG ATTCAACCAT CCCAGTCTTG 
<210> 6 
<2 1 1 > 30 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> 

<400> 6 

ACTAGTTCAC TGCTCCAATC TGCTTCCCGA 



